Supplementary
Each line represents one histological group. Colors indicate different groups. The sampling started from 88 sequences per sample, with step of 400 sequences, ended at 10,088 sequences per sample. Every step was repeated 1,000 times.
Supplementary Figure 2: Bar-plot of major phyla and major genera.
The phyla and genera were sorted by the decreasing order of relative abundance. Only taxa with relative abundance >1% were showed.
Supplementary Figure 3: Relative abundance distribution of major phyla across 60 samples.
The phyla were sorted according to the decreasing order of the average relative abundance. All detected phyla were showed and Proteobacteria was divided into H. pylori and non-HP Proteobacteria. Genera were sorted by the decreasing order of average relative abundance. Samples were ordered by their histological information. Sample names have the same meaning with Figure 1A . 
